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<210> 1 
<211> 118 
<212> PRT 
<213> Felis sp . 

<400> 1 

Phe Cys Phe Pro Thr Glu Tyr Met Met His Val Glu Arg Lys Glu Cys 
15 10 J 15 



Ala Tyr Cys Leu Thr lie 'Asn Thr 
20 

Thr Arg Asp lie Asn Gly'Lys Leu 

35 40 



Thr He Cys Ala Gly Tyr Cys Met 
25 30 

Phe Leu Pro Lys Tyr Ala Leu Ser 
45 



Gin Asp Val Cys Thr Tyr Arg Asp Phe Leu Tyr Lys Thr Val Glu He 
50 55 ' 60 

Pro Gly Cys Pro His His Val Thr Pro Tyr Phe Ser Tyr Pro Val Ala 
65 70 75 80 

Val Ser Cys Lys Cys Gly Lys Cys Asn Thr Asp Tyr Ser Asp Cys He 
85 90 ~ 95 

His Glu Ala He Lys Thr Asn Asp Cys Thr Lys Pro Gin Lys Ser Asp 
100 105 HO 

Val Val Gly Val Ser He 
115 



<210> 2 

<211> 138 

<212> PRT 

<213> Felis sp. 
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<400> 2 

Met Thr Ala lie Tyr Leu Met Ser Val Leu Phe Gly Leu Ala Cys Gly 
1 5 10 15 

Gin Ala Met Ser Phe Cys Phe Pro Thr Glu Tyr Met Met His Val Glu 
20 25 30 

Arg Lys Glu Cys Ala Tyr Cys Leu Thr He Asn Thr Thr lie Cys Ala 
3 5 4 0 4 5 

Gly Tyr Cys Met Thr Arg Asp He Asn Gly Lys Leu Phe Leu Pro Lys 
50 55 60 

Tyr Ala Leu Ser Gin Asp Val Cys Thr Tyr Arg Asp Phe Leu Tyr Lys 
65 70 75 80 

Thr Val Glu He Pro Gly Cys Pro His His Val Thr Pro Tyr Phe Ser 
85 90 95 

Tyr Pro Val Ala Val Ser Cys Lys Cys Gly Lys Cys Asn Thr Asp Tyr 
100 105 110 

Ser Asp Cys He His Glu Ala He Lys Thr Asn Asp Cys Thr Lys Pro 
115 120 125 

Gin Lys Ser Asp Val Val Gly Val Ser He 
130 135 



<210> 3 
<211> 96 
<212> PRT 
<213> Felis sp. 

<400> 3 

Phe Pro Asp Gly Glu Phe Thr Met Gin Gly Cys Pro Glu Cys Lys Leu 
15 10 15 

Lys Glu Asn Lys Tyr Phe Ser Lys Leu Gly Ala Pro He Tyr Gin Cys 
20 25 30 

Met Gly Cys Cys Phe Ser Arg Ala Tyr Pro Thr Pro Ala Arg Ser Lys 
3 5 4 0 4 5 

Lys Thr Met Leu Val Pro Lys Asn lie Thr Ser Glu Ala Thr Cys Cys 
50 55 60 



Val Ala Lys Ala Phe Thr Lys Ala Thr Val Met Gly Asn Ala Lys Val 

65 70 75 80 

Glu Asn His Thr Glu Cys His Cys Ser Thr Cys Tyr His His Lys lie 

85 90 95 



<210> 4 
<211> 120 
<212> PRT 
<213> Felis sp . 
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<400> 4 

Met Asp Tyr Tyr 
1 

Val Phe Leu His 
20 

Gin Gly Cys Pro 
35 

Leu Gly Ala Pro 
50 

Tyr Pro Thr Pro 

65 

He Thr Ser Glu 



Thr Val Met Gly 
100 

Ser Thr Cys Tyr 
115 



Arg Lys Tyr Ala 
5 

He Leu His Ser 



Glu Cys Lys Leu 
40 

He Tyr Gin Cys 
55 

Ala Arg Ser Lys 
70 

Ala Thr Cys Cys 
85 

Asn Ala Lys Val 



His His Lys He 
120 



Ala Val He Leu 
10 

Phe Pro Asp Gly 
25 

Lys Glu Asn Lys 



Met Gly Cys Cys 
60 

Lys Thr Met Leu 
75 

Val Ala Lys Ala 
90 

Glu Asn His Thr 
105 



Ala lie Leu Ser 
15 

Glu Phe Thr Met 
30 

Tyr Phe Ser Lys 
45 

Phe Ser Arg Ala 



Val Pro Lys Asn 
80 

Phe Thr Lys Ala 
95 

Glu Cys His Cys 
110 



<210> 5 
<211> 244 
<212> PRT 
<213> Felis sp . 

<400> 5 

Phe Cys Phe Pro 
1 

Ala Tyr Cys Leu 
20 

Thr Arg Asp He 
35 

Gin Asp Val Cys 
50 

Pro Gly Cys Pro 
65 

Val Ser Cys Lys 



His Glu Ala He 
100 

Val Val Gly Val 
115 



Thr Glu Tyr Met 
5 

Thr lie Asn Thr 



Asn Gly Lys Leu 
40 

Thr Tyr Arg Asp 
55 

His His Val Thr 
70 

Cys Gly Lys Cys 
85 

Lys Thr Asn Asp 



Ser lie Gin Asp 
120 



Met His Val Glu 
10 

Thr He Cys Ala 
25 

Phe Leu Pro Lys 



Phe Leu Tyr Lys 
60 

Pro Tyr Phe Ser 
75 

Asn Thr Asp Tyr 
90 

Cys Thr Lys Pro 
105 

Ser Ser Ser Ser 



Arg Lys Glu Cys 
15 

Gly Tyr Cys Met 
30 

Tyr Ala Leu Ser 
45 

Thr Val Glu lie 



Tyr Pro Val Ala 
80 

Ser Asp Cys lie 
95 

Gin Lys Ser Asp 
110 

Lys Ala Pro Ser 
125 
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Ala Ser Leu Pro Ser Pro Thr Arg Leu Pro Gly Pro Ser Asp Thr Pro 
130 135 140 

He Leu Pro Gin Phe Pro Asp Gly Glu Phe Thr Met Gin Gly Cys Pro 
145 150 155 160 

Glu Cys Lys Leu Lys Glu Asn Lys Tyr Phe Ser Lys Leu Gly Ala Pro 
165 170 175 

He Tyr Gin Cys Met Gly Cys Cys Phe Ser Arg Ala Tyr Pro Thr Pro 
180 185 190 

Ala Arg Ser Lys Lys Thr Met Leu Val Pro Lys Asn He Thr Ser Glu 
195 200 205 

Ala Thr Cys Cys Val Ala Lys Ala Phe Thr Lys Ala Thr Val Met Gly 
210 215 220 

Asn Ala Lys Val Glu Asn His Thr Glu Cys His Cys Ser Thr Cys Tyr 
225 230 235 240 

His His Lys He 



<210> 6 
<211> 264 
<212> PRT 
<213> Felis sp . 

<400> 6 

Met Thr Ala He Tyr Leu Met Ser Val Leu Phe Gly Leu Ala Cys Gly 
15 10 15 

Gin Ala Met Ser Phe Cys Phe Pro Thr Glu Tyr Met Met His Val Glu 
20 25 30 

Arg Lys Glu Cys Ala Tyr Cys Leu Thr He Asn Thr Thr He Cys Ala 
35 40 45 

Gly Tyr Cys Met Thr Arg Asp He Asn Gly Lys Leu Phe Leu Pro Lys 
50 55 60 

Tyr Ala Leu Ser Gin Asp Val Cys Thr Tyr Arg Asp Phe Leu Tyr Lys 
65 70 75 80 

Thr Val Glu lie Pro Gly Cys Pro His His Val Thr Pro Tyr Phe Ser 
85 90 " 95 

Tyr Pro Val Ala Val Ser Cys Lys Cys Gly Lys Cys Asn Thr Asp Tyr 
100 105 110 

Ser Asp Cys He His Glu Ala He Lys Thr Asn Asp Cys Thr Lys Pro 
115 120 125 



Gin Lys Ser Asp Val Val Gly Val Ser He Gin Asp Ser Ser Ser Ser 
130 135 140 
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Lys Ala Pro Ser 
145 

Ser Asp Thr Pro 



Gin Gly Cys Pro 
180 

Leu Gly Ala Pro 
195 

Tyr Pro Thr Pro 
210 

lie Thr Ser Glu 
225 

Thr Val Met Gly 



Ser Thr Cys Tyr 
260 



Ala Ser Leu Pro 
150 

lie Leu Pro Gin 
165 

Glu Cys Lys Leu 



lie Tyr Gin Cys 
200 

Ala Arg Ser Lys 
215 

Ala Thr Cys Cys 
23 0 

Asn Ala Lys Val 
245 

His His Lys lie 



Ser Pro Thr Arg 
155 

Phe Pro Asp Gly 
170 

Lys Glu Asn Lys 
185 

Met Gly Cys Cys 



Lys Thr Met Leu 
220 

Val Ala Lys Ala 
235 

Glu Asn His Thr 
250 



Leu Pro Gly Pro 
160 

Glu Phe Thr Met 
175 

Tyr Phe Ser Lys 
190 

Phe Ser Arg Ala 
205 

Val Pro Lys Asn 



Phe Thr Lys Ala 
240 

Glu Cys His Cys 
255 



<210> 7 
<211> 417 
<212> DNA 
<213> Felis sp . 

<220> 

<221> CDS 

<222> (1) . . (414) 

<223> coding region for SEQ ID NO: 2 

<220> 

<221> CDS 

<222> (61) . . (414 ) 

<223> coding region for SEQ ID NO: 1 
<400> 7 

atg act get ate tac ctg atg tec gtg ctt ttt ggc ctg gca tgt gga 48 
Met Thr Ala lie Tyr Leu Met Ser Val Leu Phe Gly Leu Ala Cys Gly 
15 10 15 

caa gcg atg tct ttt tgt ttt cca act gag tat atg atg cat gtc gaa 96 
Gin Ala Met Ser Phe Cys Phe Pro Thr Glu Tyr Met Met His Val Glu 
20 25 30 

agg aaa gag tgt get tat tgc eta ace ate aac ace ace ate tgt get 144 
Arg Lys Glu Cys Ala Tyr Cys Leu Thr lie Asn Thr Thr lie Cys Ala 
35 40 45 

gga tat tgt atg aca egg gat ate aat ggc aaa ctg ttt ctt ccc aaa 192 
Gly Tyr Cys Met Thr Arg Asp lie Asn Gly Lys Leu Phe Leu Pro Lys 
50 55 60 
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tat get ctg tec caa gat gtt tgc ace tac aga gac ttc ctg tac aag 240 

Tyr Ala Leu Ser Gin Asp Val Cys Thr Tyr Arg Asp Phe Leu Tyr Lys 

65 70 75 80 

act gta gaa ata cca gga tgc cca cac cat gtt act ccc tat ttc tec 288 

Thr Val Glu lie Pro Gly Cys Pro His His Val Thr Pro Tyr Phe Ser 
85 90 95 

tac ccg gta get gta age tgt aaa tgt ggc aag tgt aat act gac tat 336 

Tyr Pro Val Ala Val Ser Cys Lys Cys Gly Lys Cys Asn Thr Asp Tyr 
100 105 110 

age gac tgc ata cat gag gee ate aag aca aat gat tgt ace aaa ccc 384 

Ser Asp Cys lie His Glu Ala lie Lys Thr Asn Asp Cys Thr Lys Pro 

115 120 125 

cag aag tec gat gtg gta gga gtt tct ate taa 4 17 

Gin Lys Ser Asp Val Val Gly Val Ser lie 

130 135 



<210> 8 
<211> 835 
<212> DNA 
<213> Felis sp . 

<400> 8 

atgactgeta tctacctgat gtccgtgctt tttggcctgg catgtggaca agegatgtet 60 

ttttgttttc caactgagta tatgatgeat gtcgaaagga aagagtgtgc ttattgecta 120 

accatcaaca ccaccatctg tgctggatat tgtatgacac gggtatgtag ttcatctcac 180 

ttcttttagc tgaaaattag ataaacctag actcagtcca tttctatcca gaaaggaaat 240 

gagataaatc acaacctcat ttcacagacc taaeggtcat tggctcctta gaggtagagt 300 

ccctaggtta taatataegg acctactcca tacagttggt acagataatt tttacaatag 360 

ttttactccc aaagtttatt taaaccttat cttgttccca cgatcaagga taaaagagag 420 

gtgtgtgtgt atgtcatttt tttttgtctc tataggattc agtgtggata tgctgaattg 480 

gtattgggga atgggactaa ggaatcctcc cccagtccta tttgtatcta tgggatgtaa 540 

gcgaattaac attttgette ctcttctgtg cttccctcag gatatcaatg gcaaactgtt 600 

tcttcccaaa tatgetctgt cccaagatgt ttgcacctac agagacttcc tgtacaagac 660 

tgtagaaata ccaggatgcc cacaccatgt tactccctat ttctcctacc eggtagctgt 720 

aagctgtaaa tgtggcaagt gtaatactga etatagegae tgcatacatg aggecatcaa 780 

gacaaatgat tgtaccaaac cccagaagtc cgatgtggta ggagtttcta tctaa 835 



<210> 9 

<211> 360 

<212> DNA 

<213> Felis sp . 

<400> 9 

atggattact acagaaaata tgcagctgtc attctggeca tactctctgt gtttctgeat 60 

attctccatt cttttcctga tggagagttt acaatgeagg ggtgcccaga atgeaagcta 120 

aaggaaaaca aatacttctc caagttgggt gccccaattt ateaatgeat gggctgctgc 180 

ttctccagag cataccccac tccagcaagg tccaagaaga caatgttggt cccaaagaac 240 

atcacctcag aagccacatg ctgtgtggcc aaagecttta ccaaggccac ggtaatggga 300 

aatgccaaag tggagaatca cacagagtgc cactgcagca ettgetatea ccacaagatt 360 
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<210> 10 

<211> 459 

<212> DNA 

<213> Felis sp . 

<220> 

<221> CDS 

<222> (100) . . (459) 

<223> coding region for SEQ ID NO: 4 

<220> 

<221> CDS 

<222> (172) . . (459) 

<223> coding region for SEQ ID NO: 3 
<400> 10 

agttactgag aaatcacaag acgaagccaa aatccctctt cagatccacg gtcaactgcc 60 

ctgatcacat cctgcaaaaa gtccggagga aggagagcc atg gat tac tac aga 114 

Met Asp Tyr Tyr Arg 
1 5 

aaa tat gca get gtc att ctg gec ata etc tct gtg ttt ctg cat att 162 
Lys Tyr Ala Ala Val lie Leu Ala lie Leu Ser Val Phe Leu His lie 
10 15 20 

etc cat tct ttt cct gat gga gag ttt aca atg cag ggg tgc cca gaa 210 
Leu His Ser Phe Pro Asp Gly Glu Phe Thr Met Gin Gly Cys Pro Glu 
25 30 35 

tgc aag eta aag gaa aac aaa tac ttc tec aag ttg ggt gec cca att 258 
Cys Lys Leu Lys Glu Asn Lys Tyr Phe Ser Lys Leu Gly Ala Pro He 
40 45 50 

tat caa tgc atg ggc tgc tgc ttc tec aga gca tac ccc act cca gca 306 
Tyr Gin Cys Met Gly Cys Cys Phe Ser Arg Ala Tyr Pro Thr Pro Ala 
55 60 65 

agg tec aag aag aca atg ttg gtc cca aag aac ate acc tea gaa gec 354 
Arg Ser Lys Lys Thr Met Leu Val Pro Lys Asn He Thr Ser Glu Ala 
70 75 80 85 

aca tgc tgt gtg gec aaa gec ttt acc aag gee acg gta atg gga aat 402 
Thr Cys Cys Val Ala Lys Ala Phe Thr Lys Ala Thr Val Met Gly Asn 
90 95 100 

gec aaa gtg gag aat cac aca gag tgc cac tgc age act tgc tat cac 450 
Ala Lys Val Glu Asn His Thr Glu Cys His Cys Ser Thr Cys Tyr His 
105 110 115 

cac aag att 459 
His Lys He 
120 
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<210> 11 
<211> 792 
<212> DNA 
<213> Felis sp. 

<220> 

<221> CDS 

<222> (1) . . (792) 

<223> coding region for SEQ ID NO: 6 

<220> 

<221> CDS 

<222> (61) . . (792) 

<223> coding region for SEQ ID NO: 5 
<400> 11 

atg act get ate tac ctg atg tec gtg ctt ttt ggc ctg gca tgt gga 48 
Met Thr Ala lie Tyr Leu Met Ser Val Leu Phe Gly Leu Ala Cys Gly 
1 5 10 15 

caa gcg atg tct ttt tgt ttt cca act gag tat atg atg cat gtc gaa 96 
Gin Ala Met Ser Phe Cys Phe Pro Thr Glu Tyr Met Met His Val Glu 
20 25 30 

agg aaa gag tgt get tat tgc eta acc ate aac acc acc ate tgt get 144 
Arg Lys Glu Cys Ala Tyr Cys Leu Thr lie Asn Thr Thr lie Cys Ala 
3 5 4 0 4 5 

gga tat tgt atg aca egg gat ate aat ggc aaa ctg ttt ctt ccc aaa 192 
Gly Tyr Cys Met Thr Arg Asp lie Asn Gly Lys Leu Phe Leu Pro Lys 
50 55 60 

tat get ctg tec caa gat gtt tgc acc tac aga gac ttc ctg tac aag 240 
Tyr Ala Leu Ser Gin Asp Val Cys Thr Tyr Arg Asp Phe Leu Tyr Lys 
65 70 75 80 

act gta gaa ata cca gga tgc cca cac cat gtt act ccc tat ttc tec 288 
Thr Val Glu lie Pro Gly Cys Pro His His Val Thr Pro Tyr Phe Ser 
85 90 95 

tac ccg gta get gta age tgt aaa tgt ggc aag tgt aat act gac tat 336 
Tyr Pro Val Ala Val Ser Cys Lys Cys Gly Lys Cys Asn Thr Asp Tyr 
100 105 110 

age gac tgc ata cat gag gee ate aag aca aat gat tgt acc aaa ccc 384 
Ser Asp Cys lie His Glu Ala lie Lys Thr Asn Asp Cys Thr Lys Pro 
115 120 125 

cag aag tec gat gtg gta gga gtt tct ate cag gac tec tct tec tea 432 
Gin Lys Ser Asp Val Val Gly Val Ser lie Gin Asp Ser Ser Ser Ser 
130 135 140 

aag gee cct tec gee age ctt cca age cca acg cgt etc ccg ggg ccc 480 
Lys Ala Pro Ser Ala Ser Leu Pro Ser Pro Thr Arg Leu Pro Gly Pro 
145 150 155 160 
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teg gac acc ccg ate etc cca caa ttt cct gat gga gag ttt aca atg 528 

Ser Asp Thr Pro lie Leu Pro Gin Phe Pro Asp Gly Glu Phe Thr Met 

165 170 175 

ca 9 999 tgc cca gaa tgc aag eta aag gaa aac aaa tac ttc tec aag 576 

Gin Gly Cys Pro Glu Cys Lys Leu Lys Glu Asn Lys Tyr Phe Ser Lys 

180 185 190 

ttg ggt gec cca att tat caa tgc atg ggc tgc tgc ttc tec aga gca 624 

Leu Gly Ala Pro lie Tyr Gin Cys Met Gly Cys Cys Phe Ser Arg Ala 

195 200 205 

tac ccc act cca gca agg tec aag aag aca atg ttg gtc cca aag aac 672 

Tyr Pro Thr Pro Ala Arg Ser Lys Lys Thr Met Leu Val Pro Lys Asn 

210 215 220 

ate acc tea gaa gec aca tgc tgt gtg gec aaa gee ttt acc aag gee 720 

lie Thr Ser Glu Ala Thr Cys Cys Val Ala Lys Ala Phe Thr Lys Ala 

225 230 235 240 

acg gta atg gga aat gec aaa gtg gag aat cac aca gag tgc cac tgc 768 

Thr Val Met Gly Asn Ala Lys Val Glu Asn His Thr Glu Cys His Cys 

245 250 255 

age act tgc tat cac cac aag att 792 
Ser Thr Cys Tyr His His Lys lie 
260 



<210> 12 

<211> 1210 

<212> DNA 

<213> Felis sp . 



<400> 12 

atgactgeta 

ttttgttttc 

accat caaca 

ttcttttagc 

gagataaatc 

ccctaggt ta 

t tt tactccc 

gtgtgtgtgt 

gtattgggga 

gcgaattaac 

tct tcccaaa 

tgtagaaata 

aagctgtaaa 

gacaaatga t 

ctct tcctca 

ggacaccccg 

atgeaagcta 

gggctgctgc 

cccaaagaac 
ggtaa tggga 
ccacaagat t 



tctacctgat 
caactgagta 
ccaccatctg 
tgaaaat tag 
acaacct cat 
taata tacgg 
aaagtt tat t 
atgtcatttt 
atgggactaa 
attttgette 
tatgetctgt 
ccaggatgcc 
tgtggcaagt 
tgtaccaaac 
aaggcccctt 
atcctcccac 
aaggaaaaca 
ttctccagag 
at cacct cag 
aa tgccaaag 



gtccgtgct t 
tatgatgeat 
tgctggatat 
ataaacctag 
t tcacagacc 
acctactcca 
taaaccttat 
tttttgtctc 
ggaatcctcc 
ct ct tctgtg 
cccaagatgt 
cacaccatgt 
gtaatactga 
cccagaagt c 
ccgccagcct 
aat t tcctga 
aatacttctc 
cataccccac 
aagccacatg 
tggagaat ca 



tttggcctgg 
gtcgaaagga 
tgt atgacac 
act cagtcca 
taacggt cat 
tacagt tggt 
cttgttccca 
tataggat tc 
cccagtccta 
ct t ccctcag 
ttgcacctac 
tactccctat 
etatagegae 
cgatgtggta 
tccaagccca 
tggagagttt 
caagttgggt 
tccagcaagg 
ctgtgtggcc 
cacagagtgc 



catgtggaca 
aagagtgtgc 
gggtatgtag 
t ttctatcca 
tggctcct ta 
acagataat t 
cgatcaagga 

agtgtggata 

tttgtatcta 
gatatcaatg 
agagacttcc 
ttctcctacc 
tgcatacatg 
ggagt t tcta 
acgcgtctcc 
acaatgeagg 
gccccaatt t 
tccaagaaga 
aaagect t ta 
cactgcagca 



agegatgtet 
ttattgecta 
t tcatctcac 
gaaaggaaa t 
gaggtagagt 
tt tacaatag 
taaaagagag 
tgctgaattg 
tgggatgtaa 
gcaaactgtt 
tgtacaagac 
eggtagctgt 
aggecatcaa 
tccaggactc 

c ggggccctc 

ggtgcccaga 
ateaatgeat 
caatgt tggt 
ccaaggccac 
ct tgetatea 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1210 
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<210> 13 
<211> 130 
<212> DNA 
<213> Felis sp . 

<400> 13 

gtccgatgtg gtaggagttt ctatccagga ctcctcttcc tcaaaggccc cttccgccag 60 

ccttccaagc ccaacgcgtc tcccggggcc ctcggacacc ccgatcctcc cacaatttcc 120 
tgatggagag 130 



<210> 14 
<211> 851 
<212> DNA 
<213> Felis sp. 



<400> 14 

gaat tcatga 

atgtcttttt 

tgcctaacca 

tctcacttct 

ggaaatgaga 

tagagtccct 

caatagtt tt 

agagaggtgt 

gaattggtat 

atgtaagcga 

actgtttctt 

caagactgta 

agctgtaagc 

cat caagaca 

agcggccgca 



ctgctatcta 
gttt tccaac 
tcaacaccac 
t ttagctgaa 
taaatcacaa 
aggttataat 
actcccaaag 
gtgtgtatgt 
tggggaatgg 
attaacat tt 
cccaaatatg 
gaaataccag 
tgtaaatgtg 
aatga t tgta 
t 



cctgatgtcc 
tgagtatatg 
catctgtgct 
aat tagataa 
cctcatt tea 
ataeggaect 
tttatttaaa 
catttttttt 
gactaaggaa 
tgcttcctct 
ctctgtccca 
gatgcccaca 
gcaagtgtaa 
ccaaacccca 



gtgctttttg 
atgcatgtcg 
ggatattgta 
acctagactc 
cagacctaac 
actccataca 
ccttatcttg 
tgtctctata 
tcctccccca 
tctgtgcttc 
agatgtttgc 
ccatgttact 
tactgactat 
gaagtccgat 



gcctggcatg 
aaaggaaaga 
tgacacgggt 
agtccatttc 
ggtcat tggc 
gttggtacag 
t tcccacgat 
ggat tcagtg 
gtcctat ttg 
cctcaggata 
acctacagag 
ccctat ttct 
agegactgea 

gtggtaggag 



tggacaagcg 
gtgtgct tat 
atgtagttca 
tatccagaaa 
tcct tagagg 
ataatttt ta 
caaggataaa 
tggatatget 
tatctatggg 
tcaatggcaa 
act tcctgta 
cctacccggt 
tacatgaggc 
tt tctatcta 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

851 



<210> 15 

<211> 522 

<212> DNA 

<213> Felis sp . 

<220> 

<221> CDS 

<222> (112) . . (507) 

<400> 15 

gaattcgccc ttagttactg agaaatcaca agacgaagee aaaatccctc ttcagatcca 60 

eggtcaactg ccctgatcac atectgeaaa aagtceggag gaaggagagc c atg gat 117 

Met Asp 
1 

tac tac aga aaa tat gca get gtc att ctg gec ata etc tct gtg ttt 165 
Tyr Tyr Arg Lys Tyr Ala Ala Val lie Leu Ala lie Leu Ser Val Phe 
5 10 15 

ctg cat att etc cat tct ttt cct gat gga gag ttt aca atg cag ggg 213 
Leu His lie Leu His Ser Phe Pro Asp Gly Glu Phe Thr Met Gin Gly 
2 0 2 5 3 0 
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tgc cca gaa tgc aag eta aag gaa aac aaa tac ttc tec aag ttg ggt 261 
Cys Pro Glu Cys Lys Leu Lys Glu Asn Lys Tyr Phe Ser Lys Leu Gly 
35 40 . 45 50 

gee cca att tat caa tgc atg ggc tgc tgc ttc tec aga gca tac ccc 309 
Ala Pro lie Tyr Gin Cys Met Gly Cys Cys Phe Ser Arg Ala Tyr Pro 
55 60 65 

act cca gca agg tec aag aag aca atg ttg gtc cca aag aac ate acc 357 
Thr Pro Ala Arg Ser Lys Lys Thr Met Leu Val Pro Lys Asn lie Thr 
70 75 80 

tea gaa gee aca tgc tgt gtg gee aaa gee ttt acc aag gee acg gta 405 
Ser Glu Ala Thr Cys Cys Val Ala Lys Ala Phe Thr Lys Ala Thr Val 
85 90 95 

a tg 99^ aat gee aaa gtg gag aat cac aca gag tgc cac tgc age act 453 
Met Gly Asn Ala Lys Val Glu Asn His Thr Glu Cys His Cys Ser Thr 
100 105 110 

tgc tat cac cac aag att ate gaa ggt cgt gac tac aag gac gat gac 501 
Cys Tyr His His Lys lie lie Glu Gly Arg Asp Tyr Lys Asp Asp Asp 
115 120 125 130 

gat aag taagcggccg ctatg 522 
Asp Lys 



<210> 16 
<211> 132 
<212> PRT 
<213> Felis sp . 

<400> 16 

Met Asp Tyr Tyr Arg Lys Tyr Ala Ala Val lie Leu Ala lie Leu Ser 
15 10 15 

Val Phe Leu His lie Leu His Ser Phe Pro Asp Gly Glu Phe Thr Met 
20 25 30 

Gin Gly Cys Pro Glu Cys Lys Leu Lys Glu Asn Lys Tyr Phe Ser Lys 
35 40 45 

Leu Gly Ala Pro lie Tyr Gin Cys Met Gly Cys Cys Phe Ser Arg Ala 
50 55 6 0 

Tyr Pro Thr Pro Ala Arg Ser Lys Lys Thr Met Leu Val Pro Lys Asn 
65 70 75 80 

lie Thr Ser Glu Ala Thr Cys Cys Val Ala Lys Ala Phe Thr Lys Ala 
85 90 95 

Thr Val Met Gly Asn Ala Lys Val Glu Asn His Thr Glu Cys His Cys 
100 105 110 



Ser Thr Cys Tyr His His Lys He He Glu Gly Arg Asp Tyr Lys Asp 
115 . 120 125 



Asp Asp Asp Lys 
130 
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<210> 17 

<211> 1267 

<212> DNA 

<213> Felis sp . 

<220> 

<221> CDS 

<222> (7) . . (168) 



<220> 
<221> CDS 

<222> (587) . . (1252) 



<400> 17 

gaattc atg act get ate tac ctg atg tec gtg ctt ttt ggc ctg gca 48 

Met Thr Ala lie Tyr Leu Met Ser Val Leu Phe Gly Leu Ala 
15 10 

tgt gga caa gcg atg tct ttt tgt ttt cca act gag tat atg atg cat 96 
Cys Gly Gin Ala Met Ser Phe Cys Phe Pro Thr Glu Tyr Met Met His 
15 20 25 30 

gtc gaa agg aaa gag tgt get tat tgc eta ace ate aac ace ace ate 144 
Val Glu Arg Lys Glu Cys Ala Tyr Cys Leu Thr lie Asn Thr Thr lie 
35 40 45 

tgt get gga tat tgt atg aca egg gtatgtagtt catctcactt cttttagctg 198 
Cys Ala Gly Tyr Cys Met Thr Arg 
50 

aaaattagat aaacctagac tcagtccatt tctatccaga aaggaaatga gataaatcac 258 

aacctcattt cacagaccta aeggtcattg gctccttaga ggtagagtcc ctaggttata 318 

atataeggae ctactccata cagttggtac agataatttt tacaatagtt ttactcccaa 378 

agtttattta aaccttatct tgttcccacg atcaaggata aaagagaggt gtgtgtgtat 438 

gtcatttttt tttgtctcta taggattcag tgtggatatg ctgaattggt attggggaat 498 

gggactaagg aatcctcccc cagtcctatt tgtatctatg ggatgtaagc gaattaacat 558 

tttgettect cttctgtgct tccctcag gat ate aat ggc aaa ctg ttt ctt 610 

Asp lie Asn Gly Lys Leu Phe Leu 
55 60 



ccc aaa tat get ctg tec caa gat gtt tgc acc tac aga gac ttc ctg 658 
Pro Lys Tyr Ala Leu Ser Gin Asp Val Cys Thr Tyr Arg Asp Phe Leu 
65 70 75 



tac aag act gta gaa ata cca gga tgc cca cac cat gtt act ccc tat 
Tyr Lys Thr Val Glu lie Pro Gly Cys Pro His His Val Thr Pro Tyr 
80 85 90 



706 
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ttc tec tac ccg gta get gta age tgt aaa tgt ggc aag tgt aat act 754 

Phe Ser Tyr Pro Val Ala Val Ser Cys Lys Cys Gly Lys Cys Asn Thr 
95 100 105 110 

gac tat age gac tgc ata cat gag gec ate aag aca aat gat tgt ace 802 

Asp Tyr Ser Asp Cys lie His Glu Ala lie Lys Thr Asn Asp Cys Thr 
115 120 125 

aaa ccc cag aag tec gat gtg gta gga gtt tct ate cag gac tec tct 850 

Lys Pro Gin Lys Ser Asp Val Val Gly Val Ser He Gin Asp Ser Ser 

130 135 140 

tec tea aag gee cct tec gee age ctt cca age cca acg cgt etc ccg 898 

Ser Ser Lys Ala Pro Ser Ala Ser Leu Pro Ser Pro Thr Arg Leu Pro 

145 150 155 

ggg ccc teg gac ace ccg ate etc cca caa ttt cct gat gga gag ttt 946 

Gly Pro Ser Asp Thr Pro He Leu Pro Gin Phe Pro Asp Gly Glu Phe 

160 165 170 

aca atg cag ggg tgc cca gaa tgc aag eta aag gaa aac aaa tac ttc 994 

Thr Met Gin Gly Cys Pro Glu Cys Lys Leu Lys Glu Asn Lys Tyr Phe 
175 180 185 190 

tec aag ttg ggt gee cca att tat caa tgc atg ggc tgc tgc ttc tec 1042 

Ser Lys Leu Gly Ala Pro He Tyr Gin Cys Met Gly Cys Cys Phe Ser 
195 200 205 

aga gca tac ccc act cca gca agg tec aag aag aca atg ttg gtc cca 1090 

Arg Ala Tyr Pro Thr Pro Ala Arg Ser Lys Lys Thr Met Leu Val Pro 

210 215 220 

aag aac ate acc tea gaa gee aca tgc tgt gtg gee aaa gee ttt ace 1138 

Lys Asn He Thr Ser Glu Ala Thr Cys Cys Val Ala Lys Ala Phe Thr 

225 230 235 

aag gee acg gta atg gga aat gee aaa gtg gag aat cac aca gag tgc 1186 

Lys Ala Thr Val Met Gly Asn Ala Lys Val Glu Asn His Thr Glu Cys 

240 245 250 

cac tgc age act tgc tat cac cac aag att ate gaa ggt cgt gac tac 1234 

His Cys Ser Thr Cys Tyr His His Lys He He Glu Gly Arg Asp Tyr 
255 260 265 270 

aag gac gat gac gat aag taagcggccg ctatg 1267 
Lys Asp Asp Asp Asp Lys 
275 



<210> 18 

<211> 276 

<212> PRT 

<213> Felis sp . 

<400> 18 

Met Thr Ala He Tyr Leu Met Ser Val Leu Phe Gly Leu Ala Cys Gly 
1 5 10 15 
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Gin Ala Met Ser Phe Cys Phe Pro Thr Glu Tyr Met Met His Val Glu 
20 25 30 

Arg Lys Glu Cys Ala Tyr Cys Leu Thr lie Asn Thr Thr lie Cys Ala 
35 40 45 

Gly Tyr Cys Met Thr Arg Asp lie Asn Gly Lys Leu Phe Leu Pro Lys 
50 55 60 

Tyr Ala Leu Ser Gin Asp Val Cys Thr Tyr Arg Asp Phe Leu Tyr Lys 
65 70 75 80 

Thr Val Glu lie Pro Gly Cys Pro His His Val Thr Pro Tyr Phe Ser. 

85 90 95 

Tyr Pro Val Ala Val Ser Cys Lys Cys Gly Lys Cys Asn Thr Asp Tyr 
100 105 110 

Ser Asp Cys lie His Glu Ala lie Lys Thr Asn Asp Cys Thr Lys Pro 
115 120 125 

Gin Lys Ser Asp Val Val Gly Val Ser lie Gin Asp Ser Ser Ser Ser 
130 135 140 

Lys Ala Pro Ser Ala Ser Leu Pro Ser Pro Thr Arg Leu Pro Gly Pro 
145 150 155 160 

Ser Asp Thr Pro lie Leu Pro Gin Phe Pro Asp Gly Glu Phe Thr Met 
165 170 175 

Gin Gly Cys Pro Glu Cys Lys Leu Lys Glu Asn Lys Tyr Phe Ser Lys 
180 185 190 

Leu Gly Ala Pro lie Tyr Gin Cys Met Gly Cys Cys Phe Ser Arg Ala 
195 200 205 

Tyr Pro Thr Pro Ala Arg Ser Lys Lys Thr Met Leu Val Pro Lys Asn 
210 215 220 

He Thr Ser Glu Ala Thr Cys Cys Val Ala Lys Ala Phe Thr Lys Ala 
225 230 235 240 

Thr Val Met Gly Asn Ala Lys Val Glu Asn His Thr Glu Cys His Cys 
245 250 255 

Ser Thr Cys Tyr His His Lys He He Glu Gly Arg Asp Tyr Lys Asp 
260 265 270 



Asp Asp Asp Lys 
275 



